ABSTRACT Cyberlindnera fabianii 65, Pichia kudriavzevii 129, and Saccharomyces cerevisiae 131 have been isolated from the microbiota of fermented masau fruits. C. fabianii and P. kudriavzevii especially harbor promising features for biotechnology and food applications. Here, we present the draft annotated genome sequences of these isolates.
The genome sequences and gene annotations can now be used to develop novel molecular tools to unravel the full metabolic repertoire of the two nonconventional yeasts compared to S. cerevisiae 131. Additionally, links between phenotypes and genotypes, as well as comparative genomic studies among the three species, will reveal opportunities for industrial applications of C. fabianii 65 and P. kudriavzevii 129. Accession number(s). The annotated genome sequences are deposited at DDBJ/ EMBL/Genbank under the accession numbers listed in Table 1 .
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